Molecules of the title compound (also known as 2-bromoresorcinol), C 6 H 5 BrO 2 , are essentially planar and possess normal geometrical parameters. The crystal packing is in¯uenced by OÐHÁ Á ÁO and OÐHÁ Á ÁO/Br hydrogen bonds and %±% stacking interactions, resulting in a distinctive highsymmetry structure containing R 4 4 (8) rings and helical C(2) chains.
Molecules of the title compound (also known as 2-bromoresorcinol), C 6 H 5 BrO 2 , are essentially planar and possess normal geometrical parameters. The crystal packing is in¯uenced by OÐHÁ Á ÁO and OÐHÁ Á ÁO/Br hydrogen bonds and %±% stacking interactions, resulting in a distinctive highsymmetry structure containing R 4 4 (8) rings and helical C(2) chains.
Comment
The title compound, (I) (Fig. 1) , also known as 2-bromoresorcinol, arose during our studies to determine the philicity of aryl radicals by competitive cyclization (Kirsop et al., 2004) .
Compound (I) possesses normal geometrical parameters [mean CÐC = 1.386 (2) A Ê , C1ÐBr1 = 1.885 (2) A Ê and mean CÐO = 1.373 (3) A Ê ] and, as expected, is essentially planar (for the non-H atoms, the r.m.s deviation from the best leastsquares plane is 0.008 A Ê ).
As well as van der Waals forces, the crystal packing is strongly in¯uenced by hydrogen bonding (Table 1) . A hydrogen bond involving atom H2 is bifurcated to an intermolecular O and an intramolecular Br acceptor species, and the donor±acceptor bond-angle sum about atom H2 is 360 . The situation involving atom H1 is less clear cut. As well as an intermolecular O1ÐH1Á Á ÁO1 i bond (see Table 1 for symmetry code), there is also a possible, very long, intermolecular O1Ð H1Á Á ÁBr1 i contact with an HÁ Á ÁBr distance of 3.13 A Ê , although this was¯agged as being of questionable signi®cance in a PLATON (Spek, 2003) analysis of (I). However, the donor± acceptor bond-angle sum for atoms O1, O1 i and Br1 i about H1 is 358
, which suggests that this interaction may have some signi®cance beyond being merely a packing contact.
The hydrogen-bonding scheme in (I) results in two distinctive submotifs to the unit-cell packing. In the ®rst of these, the 4 axis along [001] at x = 1 2 , y = 1 4 , with the inversion point at z = 3 8 , and equivalent locations, generates a closed ring of four molecules of (I) by way of four O1ÐH1Á Á ÁO1 bonds (Fig. 2) , thus characterized by an R 4 4 (8) motif (Bernstein et al., 1995) .
In the second submotif, the 4 1 screw axis at x = 1 4 , y = 1 2 generates helical chains of molecules of (I) linked by O2Ð H2Á Á ÁO2 hydrogen bonds, forming C(2) chains (Fig. 3) The asymmetric unit of (I), showing the atom-numbering scheme. Displacement ellipsoids are drawn at the 50% probability level. H atoms are shown as small spheres of arbitrary radii and the intramolecular hydrogen bond is shown as a dashed line. Although the local hydrogen-bonding motifs are similar, the structure of (I) is entirely different to that of 1,3,5-tribromo-2,6-dihydroxybenzene (Kirsop et al., 2004), which contains chain-like associations of molecules and is chiral by way of the molecular packing.
Experimental
A solution of Na 2 SO 4 (3.04 g, 0.024 mol) and NaOH (0.96 g, 0.024 mol) in distilled water (36 ml) was added to a suspension of 1,3,5-tribromo-2,6-dihydroxybenzene (Kirsop et al., 2004; 4.16 g, 0. 012 mol) in a 1:5 mixture of methanol and water (50 ml). The resulting mixture was stirred at 293 K for 1 h, after which time the suspension had disappeared, leaving a pale-yellow liquid. The solution was acidi®ed with 1 M HCl (4 ml) and extracted with diethyl ether (4 Â 50 ml), and the extract was dried over anhydrous MgSO 4 for 10 min. The MgSO 4 was removed by ®ltration and the solvent was removed at reduced pressure to give a pale-cream powder (yield 1.86 g, 82%). A sample of this powder was recrystallized from hot ethyl acetate to give large colourless needles of (I) [m.p. 373 K; literature value (Rice, 1926) H atoms bound to O atoms were located from difference maps and re®ned as riding. H atoms bound to C atoms were placed geometrically and re®ned as riding. For all H atoms, the constraint U iso (H) = 1.2U eq (parent atom) was applied. Data collection: SMART (Bruker, 1999); cell re®nement: SAINT (Bruker, 1999); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 1997); program(s) used to re®ne structure: SHELXL97 (Sheldrick, 1997); molecular graphics: ORTEP-3 for Windows (Farrugia, 1997); software used to prepare material for publication: SHELXL97.
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